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A 


Abdominal domains, 300-8 
gain-of-function mutations in, 
306-8 
independence of, 305-6 
subfunctions of, 301-5 
Abelson murine leukemia 
transforming gene, 336 
Abscisic acid 
Arabidopsis thaliana and, 97 
Acetate 
wild-type Paramecium and, 
56 
Active transport 
bacterial, 155-74 
Acute lymphocytic leukemia 
chromosomal aberrations in, 
325 
Adenovirus 
premature termination in, 474 
Adenylate cyclase 
calcium-activated 
Paramecium and, 49 
Alcohol dehydrogenase 
Arabidopsis thaliana and, 96, 
100 
Drosophila and, 203-21 
properties of, 204-5 
Alcohols 
alcohol dehydrogenase and, 
204 
Aldehydes 
alcohol dehydrogenase and, 
204 
Aldolase genes 
promoters of, 239 
Allele frequency 
distribution through time, 16 
evolutionary change and, 2 
gene interaction and, 12 
stability of, 2 
Amphotericin B 
Paramecium mutants and, 55 
Amplification control elements, 
387-90 
Amylase gene Amy-1 
tissue-specific promoters of, 
246-49 
Anesthetics 
teratogenesis and, 27 
Angiosperms 
ionizing radiation and, 98 
Animals 
speciation theory and, 408-9 
Anopheles stephensi 
satellite DNA of, 382 
Anthocyanins 
Arabidopsis thaliana and, 96 


Antitermination, 458-64 
bacteriophage A and, 458-59 
host factors and, 459-60 
nut region and, 461-63 

Apocytochrome b 
Aspergillus mitochondrial 

gene coding for, 74 

Apomixis, 417 

Arabidopsis thaliana, 93-108 
classical and biochemical ge- 

netics of, 94-98 
cloned genes of, 100-103 
genome size and organization 
of, 98-100 
molecular genetics of, 98-103 

Artificial selection, 8 

Aspergillus nidulans 
benomy] resistance in, 271 
cytoskeleton of, 260 
mitochondrial DNA of, 73-74 
pseudoreversion in, 273-75 
B-tubulin genes of 

cold-sensitive mutation in, 
278 

Assortative mating, 2 

Ataxia telangiectasia 
T-cell translocations in, 333 

Attenuation, 465-67 

Autogamy 
Paramecium and, 49 

Auxin 
Arabidopsis thaliana and, 97 

5-Azacytosine 
DNA cytosine methylases 

and, 125-26 


B 


Bacillus subtilis 
cytosine methylase genes of 
DNA sequence of, 125 
sporulation in 
genes induced by, 434 
SpoVG gene of 
promoters of, 241 
trp region of 
attenuation in, 465 
Bacteria 
active transport in, 155-74 
genetic recombination in, 23- 
43 
heterokaryosis in, 32 
rrn operons of, 467-68 
Bacteriophage HK022 
Nun function of, 465 
Bacteriophage A 
antitermination in, 458-59 
N protein of, 464 
Q gene of, 463-64 


repressor gene of 
promoters of, 240 
type I terminators of, 455 
Bacteriophage Mu 
mom gene of, 118-20 
Bacteriophage P1 
cre gene of, 120 
DNA of 
packaging of, 124 
Bacteriophage P4 
satellite, 464 
Bacteriophage T3 
operons of 
termination in, 458 
Bacteriophage T4 
chromosomes of, 352-53 
dam gene of 
DNA sequence of, 124- 
25 
dam methylase of, 128 
gene 32 of 
promoters of, 240 
lysozyme gene of 
promoters of, 240 
recombination in, 347-66 
DNA replication and, 354- 
64 
transcription regulation in, 
353-54 
Bacteriorhodopsin 
Halobacterium halobium pur- 
ple membrane and, 156 
B-cell translocations 
mechanisms of, 333-34 
Benzimidazole compounds 
fungi and, 271 
Binomial square principle 
See Hardy-Weinberg law 
Biometry, 7 
Bithorax complex, 285-313 
abdominal domains and, 300- 
8 
genes of 
expression of, 286 
role in internal tissues, 308-9 
spatial regulation of, 309-12 
Ubx domain and, 287-300 
Bovine papilloma virus 
replication and transcription 
in, 387 
Brassica napus 
cross-hybridization of, 102 
Breeding system, 413-14 
Budding 
Saccharomyces and, 261 
Burkitt’s lymphoma 
chromosomal aberrations in, 
323-26 
c-myc gene and, 327-29 
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Cc 


Caenorhabditis elegans, 133-52 
cytoskeleton of, 260 
DNA of 
ordered genomic fragments 
of, 106 
dosage compensation in, 148- 
51 
primary sex determination in, 
136-37 
sex-determining genes of, 
137-46 
sexual-differentiation genes 
of, 146-48 
sexual dimorphism in, 135-36 
sexual system of, 134-35 
Calcium channels 
Paramecium mutants and, 50- 
53 
Calliphora erythrocephala 
satellite DNA of, 382-83 
Calmodulin 
ion-channel function and, 60 
Paramecium, 57-59 
Cell motility 
cytoskeleton and, 259 
Cephalosporium acremonium 
mitochondrial DNA of, 73- 
74 
Chemotaxis 
Paramecium and, 48, 51 
Chiasma frequency, 413 
Chironomous melanotus 
satellite DNA of, 382 
Chlamydomonas 
clock mutants in, 227 
Chlamydomonas reinhardtii 
cytoskeleton of, 260 
mitochondrial DNA of, 75- 
76 
Chloroplast glutamate synthase 
Arabidopsis thaliana and, 97 
Chorion genes 
amplification of, 387-90 
Drosophila melanogaster, 
385-86 
Chronic myelogenous leukemia 


Philadelphia chromosome and, 


322, 335 
Cladistic evolution, 406-7 
Clostridium septicum 
gas gangrene and, 28 
c-myc gene 


Burkitt’s lymphoma and, 327- 


29 
premature termination in, 474 
regulation of, 327 
structure and function of, 
326-27 


transcriptional deregulation of, 


328-29 
Coefficient of kinship, 15 
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Cofactors 
ion channel function regula- 
tion and, 59-60 
Colchicine 
meiosis and, 27 
mitotic spindle and, 27 
spermatogenesis and, 27 
Colicin El gene 
promoters of, 240 
Conjugation 
Paramecium and, 49 
Saccharomyces and, 264 
Crithidia fasciculata 
mRNA of 
nucleotide sequences of, 
82 
Cytochrome oxidase subunit II 
mitchondrial genes coding, 
81-82 
Cytogamy 
Paramecium and, 49 
Cytoplasm 
organization of 
cytoskeleton and, 259-60 


D 


Demes 
genetic variability in, 409 
population genetics of, 406 
2,4-Dichlorophenoxyacetic acid 
Arabidopsis thaliana and, 97 
Diethylpyrocarbonate 
lactose permease and, 161 
Diploidy, 414-15 
DNA 
pneumococcal transformation 
and, 35 
satellite 
Drosophila melanogaster, 
381-83 
DNA cytosine methylases 
5-azacytosine and, 125-26 
DNA methylation, 113-29 
bacteriophage P1 and, 124 
gene expression and, 114-20 
plasmid replication and, 120- 
aA 
DNA puffs 
Drosophila melanogaster, 
386-87 
DNA replication 
bacteriophage T4 recombina- 
tion and, 354-64 
Drosophila melanogaster, 
373-97 
initiation of, 122-23 
DNA sequencing 
Arabidopsis thaliana and, 
101-2 
DNA transcription factors 
binding sites for, 239 


Dominance variance 
parent-offspring correlations 
and, 9 
Drosophila 
alcohol dehydrogenase gene 
expression in, 203-21 
antennapedia and caudal 
genes of, 244-46 
biological rhythms in, 227-35 
bithorax complex of, 285-313 
fushi tarazu (ftz) gene of, 250 
per DNA of 
cloning and sequencing of, 
231-34 
per locus of, 228-29 
per mutants of, 229-31 
viability in 
genic variance for, 10 
Drosophila affinidisjuncta 
alcohol dehydrogenase gene 
of, 210-11 
Drosophila grimshawi 
alcohol dehydrogenase activity 
in, 209 
alcohol dehydrogenase gene 
of, 210-11 
Drosophila mangabeirai 
fixed heterozygosity in, 413 
Drosophila melanogaster 
alcohol dehydrogenase gene 
of, 210-11 
promoters of, 239, 242- 
44 
clock mutants in, 227 
cytoskeleton of, 260 
DNA replication in, 373-97 
control of, 387-96 
developmental modulation 
of, 378-81 
differential, 381-87 
replication genes and, 376- 
78 
replication proteins and, 
375-76 
replicon structure and, 374- 
75 
eye of 
transport of pigment to, 
173 
mitochondrial DNA of, 70- 
71 
rRNA genes of, 383 
recombination index of, 411 
satellite DNA of, 381-83 
transposable element /7.6 of 
DNA sequence of, 83 
tyrosyl-tRNA of, 81 
Drosophila mulleri 
alcohol dehydrogenase gene 
of, 210-11 
promoters of, 250 
Drosophila nasutoides 
satellite DNA of, 382 





Drosophila orthofacia 
alcohol dehydrogenase activity 
in, 209 
Drosophila pseudoobscura 
arrhythmic mutants of, 230 
clock mutants in, 227 
Drosophila virilis 
recombination index of, 411 
Drosophila yakuba 
mitochondrial DNA of, 70-71 
Drug resistance, 40 


E 


Enzymes 
ion channel function regula- 
tion and, 59-60 
Epistasis, 7-9, 13 
Epistatic variance 
parent-offspring correlations 
and, 9 
Epstein-Barr virus 
Burkitt’s lymphoma and, 323 
replication and transcription 
in, 387 
Escherichia coli 
attenuation in, 465-67 
biochemical mutants of, 34-35 
dam gene of 
DNA sequence of, 124-25 
dam methylase of, 128 
DNA methylation in, 113-29 
DNA replication in, 122-23 
DNA transfer in, 38 
frameshift mutations of, 83-84 
gal operon of 
promoters of, 240-41 
gene fdhF of 
nucleotide sequence of, 78 
heat shock in 
genes induced by, 434 
hemolysin of 
secretion of, 173 
homologous recombination in, 
179-98 
enzymes required for, 180- 
85 
sites promoting, 186-88 
lac operon of 
promoters of, 239-40 
lactose permease of, 157-62 
maltose transport system in, 
162-72 
nitrogen starvation in 
genes induced by, 434 
Nus factors of, 459-60 
promoters in, 116-18 
RecBCD pathway of 
chi sites in, 186-88 
enzymes of, 182-85 
molecular model for, 188- 
91 


recombination in 
control of, 194-96 
mechanisms of, 192-94 
release factor 2 of 
amino acid sequence of, 83 
restriction systems in, 126-27 
Tau protein of, 458 
transposon promoters in, 114- 
16 
trp operon of, 455 
attenuation in, 466 
tryptophan catabolic operon of 
attenuation in, 467 
virus resistance in, 33 
Escherichia coli strain K-12 
sexual crossing in, 23 
Euchromatin 
Drosophila melanogaster, 
384-85, 396 
Eukaryotes 
cytoskeletal proteins of, 264- 
66 
3' end processing in, 471-74 
organismal genetic systems 
of, 77-78 
termination in, 471-74 
transport systems of, 172-74 
Evolution 
cladistic, 406-7 
competency and, 416-18 
molecular, 16-18 
mutation and, 13 
natural selection and, 13 
phyletic, 406-7 
Exonuclease V 
Escherichia coli and, 182-84 


Filamentous fungi 
mitochondrial genetic systems 
of, 73-74 
Filipin 
Paramecium mutants and, 55 
Fitness, 6 
Folate 
wild-type Paramecium and, 
56 
Follicular lymphoma 
chromosomal aberrations in, 
325 
Food poisoning, 33 
Formate dehydrogenase 
gene encoding, 78 
Frameshift mutation 
polarity of, 468-69 
Saccharomyces cerevisiae 
and, 83-84 
Salmonella typhi and, 83-84 
Fungi 
benzimidazole compounds 
and, 271 
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filamentous 
mitochondrial genetic sys- 
tems of, 73-74 


G 


Galvanotaxis 
Paramecium and, 48 
Gametic equilibrium, 4 
Gas gangrene, 28 
Gene expression 
alternative 3' end formation 
and termination and, 
474-76 
alternative promoters in, 237- 
51 
DNA methylation and, 114-20 
RNA 3' end formation and, 
453-79 
Genetic code 
natural variation in, 67-85 
site-specific variation in, 78- 
84 
Genetic load, 6-7 
Genetic mapping 
Arabidopsis thaliana and, 
104-5 
Genetic recombination, 410-13 
bacteria and, 23-43 
Genetic system, 410 
Genetic variance, 8 
selection and, 12-13 
Genic variance 
Drosophila viability and, 10 
Genome 
coadaptive integration of, 
415-16 
Genomic blot analysis 
Arabidopsis thaliana and, 100 
Genomic organization 
speciation and, 418-19 
Genotype frequency 
successive generations and, 2 
Geotaxis 
Paramecium and, 48 
Gibberellins 
Arabidopsis thaliana and, 97 
B-Globin genes 
termination in, 474 
Glutamine synthetase gene 
promoters of, 240 
Glutathione peroxidase 
gene encoding, 79 
Glycine decarboxylase 
Arabidopsis thaliana and, 97 
Guanylate cyclase 
calcium-activated 
Paramecium and, 49, 53 


H 


Halobacterium halobium 
purple membrane of 
bacteriorhodopsin in, 156 
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Hansenula saturnus 
mitochondrial DNA of, 73 
Hardy-Weinberg law, 2-3 
Heat shock 
Escherichia coli 
genes induced by, 434 
Hemolysin 
Escherichia coli 
secretion of, 173 
Hemophilus 
nutritional symbiosis in, 35 
Herbicides 
Arabidopsis thaliana and, 96 
Hermaphroditism 
Caenorhabditis elegans and, 
134-36 
Heterochromatin 
Drosophila melanogaster, 
396 
Heterokaryosis 
sexual reproduction and, 32 
Heterosis, 7 
Heterozygosity, 2, 413 
level per locus, 17 
Histidine-binding protein, 169 
Holliday junction, 180 
Homeotic genes 
promoters of, 239 
Homozygosity 
sib-mating and, 3 
Human 
aldolase gene of 
promoters of, 239 
mitochondrial DNA of, 69-70 
Human malignancy 
chromosome translocation in 
oncogene activation by, 
321-38 


Immunoglobulin heavy chain 
genes 
termination in, 474 
Inborn errors of metabolism, 
26 
Inbreeding, 2-4 
Inheritance 
Mendelian, 3, 7-8, 13 
polygenic, 12-13 
Invertebrates 
mitochondrial genetic systems 
of, 70-71 
Ion-channel mutants 
Paramecium, 50-55 
Ion channels 
Paramecium and, 48-49 
regulation of 
mutation and, 59-60 
Ionizing radiation 
angiosperms and, 98 
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K 


Ketones 

alcohol dehydrogenase and, 
204 

Kinship 
coefficient of, 15 

Klebsiella pneumoniae 
glutamine synthetase gene of 

promoters of, 240 


L 


Lac repressor protein 
termination and, 456-58 
Lactate 
wild-type Paramecium and, 
56 
Lactose permease 
Escherichia coli and, 157-62 
Leishmania tarentolae 
mitochondrial DNA of, 74-75 
Leukemia 
acute lymphocytic 
chromosomal aberrations 
in, 325 
chronic myelogenous 
Philadelphia chromosome 
and, 322, 335 
Linkage disequilibrium 
epistatic variance and, 9 
Lymphoid malignancy 
translocation in, 333-35 
Lymphoma 
Burkitt’s 
chromosomal aberrations 
in, 323-26 
c-myc gene and, 327-29 
follicular 
chromosomal aberrations 
in, 325 


M 


Maize 
cross-hybridization of, 100-1 
nucleolar organizer in, 27 
Malaria, 29 
Maltose-binding protein, 162-68 
Maltose transport 
Escherichia coli and, 162-72 
Markov chain, 15 
Mating 
assortative, 2 
random, 2, 4 
Meiosis 
colchicine and, 27 
Mendelian inheritance, 3, 7-8, 
13 
Metabolism 
inborn errors of, 26 


Metallothionein I 
promoters of, 238-39 
6-Methyladenine 
Escherichia coli DNA and, 
113 
5-Methylcytosine 
Escherichia coli DNA and, 
113 
Migration 
coefficient of kinship and, 15 
Mimicry, 4 
Mitochondria 
genetic systems of, 68-76 
Mitochondrial DNA 
filamentous fungi and, 73-74 
invertebrates and, 70-71 
plants and, 75-76 
protozoa and, 74-75 
vertebrates and, 68-70 
yeasts and, 71-73 
Mitosis 
cytophysiology of, 28 
cytoskeleton and, 259 
narcotics and, 27 
Mitotic cell cycle 
Saccharomyces and, 261-63 
Mitotic spindle 
colchicine and, 27 
Molecular biology 
population genetics and, 19 
Molecular evolution, 16-18 
Moloney murine leukemia virus 
viral reverse transcriptase syn- 
thesis and, 80 
Mouse 
amylase gene Amy-] of 
tissue-specific promoters of, 
246-49 
mitochondrial DNA of, 69 
termination signals in, 471 
Mouse albumin gene 
tissue-specific promoter of, 
239 
mRNA 
RNA polymerase II and, 238 
Murine leukemia virus 
viral reverse transcriptase and, 
80 
Mutation 
Arabidopsis thaliana and, 95- 
97 
Caenorhabditis elegans and, 
137-38 
evolution and, 13 
ion channel function regula- 
tion and, 59-60 
phenotypic variance and, 18 
polarity of, 468-69 
Ubx domain and, 288-89 
Mycoplasma capricolum 
variant codon assignments in, 
76-77 





Myosin light chain gene 
promoters of, 239 


N 


Narcotics 
mitosis and, 27 
Natural selection, 8 
epistatic variance and, 9 
evolution and, 13 
Neurospora 
biochemical mutants of, 28 
clock mutants of, 227 
leucineless mutant of, 31 
nutritional symbiosis in, 32 
tryptophan synthesis in, 40 
Neurospora crassa 
mitochondrial DNA of, 73-74 
recombination-enhancing sites 
in, 195 
Nitrate reductase 
Arabidopsis thaliana and, 96 
Nitrogen starvation 
Escherichia coli 
genes induced by, 434 
Nonsense mutation 
polarity of, 468-69, 468-69 
Nun 
termination and, 456 
Nus factors, 459-60 
Nusosome, 454, 478 


O 


Oenothera 
mitochondrial DNA of, 75 
Oenothera lamarckiana 
fixed heterozygosity in, 413 
Okazaki fragments, 374 
Oncogene activation, 321-38 
IgH locus and, 329-31 
T-cell receptor loci and, 33!- 
33 
Oncogenes, 41 
Operons, 454 
ends of, 468 
rrn, 467-68 
Organelles 
intracellular transport of 
cytoskeleton and, 259 
Origin of species, 407-8 
realigned selection and, 419 


P 


Paracoccus denitrificans 
variant codon assignments in, 
77 
Paramecium 
action potential in 
potassium currents and, 53- 
54 


backward swimming in, 48-49 
behavioral mutants of, 55-56 
behavior genetics of, 47-61 
calcium-activated sodium cur- 
rent in, 54 
cnrC-curing protein of, 6-57 
ion-channel mutants of, 50-55 
ion channels of, 48-49 
pantophobiac mutants of, 53- 
54 
paranoiac mutants of, 54 
pntA-curing protein of, 57-59 
potassium current in, 54-55 
Paramecium primaurelia 
surface proteins of 
genes encoding, 77 
Paramecium tetraurelia 
mitochondrial DNA of, 75 
surface proteins of 
genes encoding, 77 
Pea 
haploid genome of, 98 
Phage 
See Bacteriophage 
Phenotypic variance 
mutation and, 18 
selection and, 18 
Philadelphia chromosome 
chronic myelogenous leuke- 
mia and, 322, 335 
molecular biology of, 335-38 
Phosphoglycolate phosphatase 
Arabidopsis thaliana and, 97 
Phyletic evolution, 406-7 
Physarum polycephalum 
cytoskeleton of, 260 
Plants 
mitochondrial genetic systems 
of, 75-76 
speciation theory and, 408-9 
Plasmid replication 
DNA methylation and, 120-21 
Plasmodium vivax 
chromosomes of, 29 
Pneumococcal transformation, 
29-30 
DNA and, 35 
Podospora anserina 
mitochondrial DNA of, 73- 
74 
Polygenes, 412, 416 
Polygenic inheritance, 12-13 
Polymorphism 
coadaptive balanced, 415 
selection and, 16 
Polyoma virus 
replication and transcription 
in, 387 
Polyploidy, 414-15 
Population genetics, 1-19 
molecular biology and, 19 
trends in, 18-19 
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Prodimesa olivacea 
satellite DNA of, 382 
Prokaryotes 
organismal genetic systems 
of, 76-77 
Promoters, 237-51 
alternative 
structural arrangement of, 
240-42 
Escherichia coli, 114-18 
multiple 
creation of, 249-50 
transcription units with, 
242-49 
RNA polymerase and, 238 
yeast 
cis-acting elements of, 426- 
28 
Protein L4 
termination and, 456 
Proto-oncogenes 
c-abl 
activation of, 336-38 
Protozoa 
mitochondrial genetic systems 
of, 74-75 


Q 
Q gene, 463-64 
R 


Random drift, 13, 15, 17 
Random mating, 2, 4 
Rat 
aldolase A gene 
promoters of, 239 
amylase gene Amy-I of 
tissue-specific promoters of, 
246-49 
RecA protein 
Escherichia coli and, 180-82 
RecBCD enzyme 
Escherichia coli and, 182-84 
RecBCD pathway 
Chi sites in, 186-88 
enzymes of, 182-85 
molecular model for, 188-91 
Replication genes 
Drosophila DNA replication 
and, 376-78 
Replication proteins 
bacteriophage T4 recombina- 
tion and, 358-60 
Drosophila DNA replication 
and, 375-76 
Replicons 
Drosophila DNA replication 
and, 374-75, 390-91 
Reproductive isolation 
origin of, 420 
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Retroregulation, 464 
Reverse transcriptase 
viral 
murine leukemia virus and, 
80 
Rhizobium 
nodule formation by, 173 
Rho protein 
termination and, 456 
Ribosomal frameshifting, 82-84 
Ribosomal genes 
promoters of, 239-40 
Rifampicin 
bacteriophage T4 DNA 
replication and, 355 
RNA phage MS2 
iysis protein of 
translation of, 83 
RNA polymerase 
bacteriophage T4 DNA 
replication and, 354-55 
nusosome and, 454 
promoters and, 238 
RNase T1 
antitermination activity and, 
463 
Rose bengal 
lactose permease and, 161 
Rous sarcoma virus 
ribosomal frameshifting and, 
82 
rRNA 
RNA polymerase I and, 238 
rRNA genes 
differential replication of, 
392-93 
Drosophila melanogaster, 
383-84 
eukaryotic genomes and, 471 
rrn operons, 467-68 


S 


Saccharomyces cerevisiae 
actin mutants of, 280 
cell division cycle arrest in, 
270-71 
conditional-lethal mutations 
in, 268-70 
cytoskeleton and cell cycle 
of, 261-64 
DNA of 
ordered genomic fragments 
of, 106 
drug sensitivity in, 271 
filament mutants of, 280 
frameshift mutations of, 83-84 
gene isolation in, 264-67 
karyogamy deficiency in, 
272-73 
mitochondrial DNA of, 71- 
72, 74 
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mitotic chromosome transmis- 
sion in, 271-72 

nonmitochondrial UGA- 
decoding activity in, 81 

nontubulin mutants of, 278-79 

null mutations of, 267-68 

synthetic phenotypes of, 275- 
76 


transposable element Ty912 
of 
open reading frames of, 83 
B-tubulin gene of, 264 
B-tubulin mutants of, 277-78 
unlinked noncomplementation 
in, 276-77 
Salmonella 
antigenic strains of, 33 
recombination in, 34 
Salmonella typhimurium 
attenutation in, 465-67 
frameshift mutations of, 83- 
84 
histidine-binding protein of, 
169 
Satellite DNA 
Drosophila melanogaster and, 
381-83 
Satellite phage P4, 464 
Schizosaccharomyces pombe 
benomy] resistance in, 271 
mitochondrial DNA of, 73 
recombination-enhancing sites 
in, 195 
a-tubulin genes of 
cold-sensitive mutation in, 
278 
Selection 
genetic variance and, 12-13 
molecular evolution and, 16 
phenotypic variance and, 18 
polymorphism and, 16 
spontaneous mutation and, 
33 : 
See also Artificial selection; 
Natural selection 
Self-fertilization, 2 
Serine-glyoxylate aminotrans- 
ferase 
Arabidopsis thaliana and, 97 
Serine transhydroxymethylase 
Arabidopsis thaliana and, 97 
Sexual dimorphism 
Caenorhabditis elegans and, 
135-36 
Sexual reproduction, 410 
heterokaryosis afid, 32 
Shifting-balance theory, 10 
Somatic transformation 
Drosophila and, 216-21 
Sordaria brevicollis 
recombination-enhancing sites 
in, 195 


Speciation 

genomic organization and, 

418-19 

Speciation theory, 408-9 
Spermatogenesis 

colchicine and, 27 
Sporulation 

Bacillus subtilis 

genes induced by, 434 

Streptococcus pneumoniae 

dpnM gene of 

DNA sequence of, 124-25 

dpnM methylase of, 128 
Stylonychia lamnae 

Gln codon of, 77 
Sulfonylurea herbicides 

Arabidopsis thaliana and, 96 
SV40 

premature termination in, 474 

replication and transcription 

in, 387 

Syngamy, 413-14 


xc 


Tau protein 
termination and, 458 
T-cell translocations, 331-33 
mechanisms of, 334-35 
Termination 
Rho-dependent 
mechanism of, 470 
RNA processing and, 464 
type I 
mechanism of, 469 
Terminators 
type I, 455-56 
termination at, 469 
type II, 456-58 
Tetrahymena pyriformis 
mitochondrial DNA of, 75 
Tetrahymena thermophila 
codon translation in, 77 
Thermotaxis 
Paramecium and, 48, 51, 55 
Thigmotaxis 
Paramecium and, 48 
Tobacco 
haploid nuclear genome of, 
98 
Tobacco mosaic virus 
RNA genome of, 80-81 
Torulopsis glabrata 
mitochondrial DNA of, 72-73 
Translocation, 14 
Transposable elements, 18 
Transvection 
Ubx domain and, 298-300 
tRNA 
RNA polymerase III and, 238 
Trypanosoma brucei 
mitochondrial DNA of, 74 





mRNAs of 
nucleotide sequences of, 82 
surface glycoprotein of 
amino acid sequence of, 78 
Trypanosomes 
cytochrome oxidase subunit II 
of 
mitochondrial genes coding, 
81-82 
Typhoid fever, 33 


U 


Ubx domain, 287-300 

abx and bx regions and, 297 

bxd and pbx regions and, 
294-96 

gain-of-function mutations in, 
297-98 

RNA and protein products of, 
289-93 

subfunctions of 

mutations affecting, 288-89 


trans-regulatory interactions 
in, 296 

transvection and, 298-300 

Ubx alleles and, 287-88 

Ubx proteins and, 293-94 


Vv 


Vertebrates 
mitochondrial genetic systems 
of, 68-70 
Vitellogenins 
Caenorhabditis elegans and, 
136 


W 


Wheat 
haploid genome of, 98 


X 


Xenopus 
termination signals in, 471 
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Xenopus laevis 
mitochondrial DNA of, 69-70 


Y 


Yeast 
cytoskeleton of 
genetic analysis of, 259-81 
invertase gene of 
promoters of, 239 
mitochondrial genetic systems 
of, 71-73 
promoters of 
cis-acting elements of, 426- 
28 
regulatory proteins in, 425-45 
combinatorial control by, 
434-42 
regulation of, 432-34 
sexuality in, 31 


Zz 


Zygotic equilibrium, 4 





